10/554387 SEQ ID NO: 8 



RESULT 11 
US-10-554-387-14 

: Sequence 14, Application US/10554387 
: Publication No. US20060204487A1 
: GENERAL INFORMATION: 

APPLICANT: Shaaltiel, Yoseph 

APPLICANT: Baum, Gideon 

APPLICANT: Sharon Hashmueli 

APPLICANT: Ayala Lewkowicz 

APPLICANT: Bartfeld, Daniel 

TITLE OF INVENTION: PRODUCTION OF HIGH MANNOSE PROTEINS IN PLANT CULTURE 
FILE REFERENCE: 30570 

CURRENT APPLICATION NUMBER: US/10/554,387 
CURRENT FILING DATE: 2005-10-25 
NUMBER OF SEQ ID NOS : 14 
SOFTWARE: Patentln version 3.3 
: SEQ ID NO 14 
LENGTH: 526 
TYPE: PRT 

ORGANISM: Artificial sequence 
FEATURE : 

OTHER INFORMATION: High mannose human glucocerebrosidase (GCD) 
US-10-554-387-14 

Query Match 99.3%; Score 2648.5; DB 5; Length 526; 

Best Local Similarity 99.6%; Pred. No. l.le-253; 

Matches 495; Conservative 0; Mismatches 1; Indels 1; Gaps 1; 
Qy 1 ARPCIPKSFGYSSWCVCNATYCDSFDPPTFPALGTFSRYESTRSGRRMELSMGPIQANH 6 0 

Db 23 ARPCIPKSFGYSSWCVCNATYCDSFDPPTFPALGTFSRYESTRSGRRMELSMGPIQANH 82 

Qy 61 TGTGLLLTLQPEQKFQKVKGFGGAMTDAAALNILALSPPAQNLLLKSYFSEEGIGYNIIR 120 

Db 83 TGTGLLLTLQPEQKFQKVKGFGGAMTDAAALNILALSPPAQNLLLKSYFSEEGIGYNIIR 142 

Qy 121 VPMASCDFSIRTYTYADTPDDFQLHNFSLPEEDTKLKIPLIHRALQLAQRPVSLLASPWT 180 

Db 143 VPMASCDFSIRTYTYADTPDDFQLHNFSLPEEDTKLKIPLIHRALQLAQRPVSLLASPWT 202 

Qy 181 SPTWLKTNGAVNGKGSLKGQPGDIYHQTWARYFVKFLDAYAEHKLQFWAVTAENEPSAGL 2 40 

Db 203 SPTWLKTNGAVNGKGSLKGQPGDIYHQTWARYFVKFLDAYAEHKLQFWAVTAENEPSAGL 262 

Qy 241 LSGYPFQCLGFTPEHQRDFIARDLGPTLANSTHHNVRLLMLDDGRLLL-HWAKWLTDPE 299 

Db 263 LSGYPFQCLGFTPEHQRDFIARDLGPTLANSTHHNVRLLMLDDQRLLLPHWAKWLTDPE 322 

Qy 300 AAKYVHGIAVHWYLDFLAPAKATLGETHRLFPNTMLFASEACVGSKFWEQSVRLGSWDRG 359 

Db 323 AAKYVHGIAVHWYLDFLAPAKATLGETHRLFPNTMLFASEACVGSKFWEQSVRLGSWDRG 3 82 

Qy 360 MQYSHSIITNLLYHWGWTDWNLALNPEGGPNWVRNFVDSPIIVE KE fKQPMFYHL 419 

Db 383 MQYSHSI ITNLLYHWGWTDWNLALNPEGGPNWVRNFVDSPI IVDITKDTFYKQPMFYHL 442 

Qy 420 GHFSKFIPEGSQRVGLVASQKNDLDAVALMHPDGSAWWLNRSSKDVPLTIKDPAVGFL 479 

Db 443 GHFSKFIPEGSQRVGLVASQKNDLDAVALMHPDGSAWWLNRSSKDVPLTIKDPAVGFL 502 

Qy 480 ETISPGYSIHTYLWH?.; 49c 

Db 503 E T I SPGYS I HT YLWHRQ 519 

SEQ ID NO: 7 

RESULT 11 
US-10-554-387-14 

; Sequence 14, Application US/10554387 
; Publication No. US20060204487A1 
; GENERAL INFORMATION: 



APPLICANT 
APPLICANT 
APPLICANT 
APPLICANT 
APPLICANT 



Baum, Gideor 



Shai 



1 Has 



Ayala Lewkowirz 
feld, Daniel 

TITLE OF INVENTION: PRODUCTION OF HIGH MANNOSE PROTEINS IN PLANT CULTURE 
FILE REFERENCE: 30570 

CURRENT APPLICATION NUMBER: US/ 1 0 / 5 5 4 , 3 8 7 
CURRENT FILING DATE: 2005-10-25 



NUMBER OF SEQ ID NOS : 
SOFTWARE: Patentln vei 
SEO ID NO 14 

LENGTH: 526 

TYPE: PRT 

ORGANISM: Artificial 
FEATURE : 

OTHER INFORMATION: H: 
US-10-554-387-14 



i 3.3 



Percent Similarity: 
Best Local Similarity: 
Query Match: 



2673.00 
100.0% 
100.0% 
96.8% 



Length: 
Matches : 
Conservative : 
Mismatches : 
Indels : 



87A-7 (1-1491) x US-10-554-387-14 (1-526) 

1 GCCCGCCCCTGCATCCCTAAAAGCTTCGGCTACAGCTCGGTGGTGTGTGTCTGCAATGCC £ 
23 AlaArgProCysIleProLysSerPheGlyTyrSerSerValValCysValCysAsnAla ' 
6 1 ACATACTGTGACTCCTTTGACCCCCCGACCTTTCCTGCCCTTGGTACCTTCAGCCGCTAT : 



121 GAGAGTACACGCAGTGGGCGACGGATGGAGCTGAGTATGGGGCCCATCCAGGCTAATCAC 18 0 

63 GluSerThrArgSerGlyArgArgMetGluLeuSerMetGlyProIleGlnAlaAsnHis 82 

181 ACGGGCACAGGCCTGCTACTGACCCTGCAGCCAGAACAGAAGTTCCAGAAAGTGAAGGGA 2 40 

83 ThrGlyThrGlyLeuLeuLeuThrLeuGlnProGluGlnLysPheGlnLysValLysGly 102 

241 TTTGGAGGGGCCATGACAGATGCTGCTGCTCTCAACATCCTTGCCCTGTCACCCCCTGCC 300 

103 PheGlyGlyAlaMetThrAspAlaAlaAlaLeuAsnlleLeuAlaLeuSerProProAla 122 

301 CAAAATTTGCTACTTAAATCGTACIICICIGAAGAAGGAATCGGATATAACATCATCCGG 36 0 

123 GlnAsnLeuLeuLeuLysSerlyrPheSerGluGluGiylleGlyTyrAsnllelleArg 142 

361 GTACCCATGGCCAGCTGTGACTTCTCCATCCGCACCTACACCTATGCAGACACCCCTGAT 42 0 

143 ValProMetAIaSerCysAspPheSerlleArgThrTyrThrTyrAlaAspThrProAsp 162 

421 GATTTCCAGTTGCACAACTTCAGCCTCCCAGAGGAAGATACCAAGCTCAAGATACCCCTG 4 8 0 

163 AspPheGlnLeuHisAsnPheSerLeuProGluGluAspThrLysLeuLysIleProLeu 182 

481 ATTCACCGAGCCCTGCAGTTGGCCCAGCGTCCCGTTTCACTCCTTGCCAGCCCCTGGACA 5 40 

183 IleHisAr jAlaLeuGlnLeuAlaGlnArgProValSerLeuLeuAl aSerPr olrplhr 202 

5 41 TCACCCACTTGGCTCAAGACCAATGGAGCGGTGAATGGGAAGGGGTCACTCAAGGGACAG 600 
2 03 SerProThrlrpLeuLysThrAsnGlyAlaValAsnGlyLysGlySerLeuLysGlyGln 222 

6 01 CCCGGAGACATCTACCACCAGACCTGGGCCAGATACTTTGTGAAGTT CCTGGAT GCCTAT 6 6 0 



223 ProGlyAspIleTyrHisGlnThrTrpAlaArgTyrPheValL - - I z42 

661 GCTGAGCACAAGTTACAGTTCTGGGCAGTGACAGCTGAAAATGAGCCTTCTGCTGGGCTG 72 0 

2 43 AlaGluHisLysLeuGlnPheTrpAlaValThrAlaGluAsnGluProSerAlaGlyLeu 262 

721 TTGAGTGGATACCCCTTCCAGTGCCTGGGCTTCACCCCTGAACATCAGCGAGACTTCATT 78 0 

263 LeuSerGlyTyrProPheGlnCysLeuGlyPheThrProGluHisGlnArgAspPhelle 2 82 

781 GCCCGTGACCTAGGTCCTACCCTCGCCAACAGTACTCACCACAATGTCCGCC TACT CAT G 8 40 

2 83 AlaArgAspLeuGlyProThrLeuAlaAsnSerThrHisHisAsnValArgLeuLeuMet 3 02 
8 41 CTGGATGACCAACGCITGCTGCTGCCCCACTGGGCAAAGGTGGTACTGACAGACCCAGAA 900 

3 03 LeuAspAspGlnArgLeuLeuLeuProHisTrpAlaLysValValLeuThrAspProGlu 322 
901 GCAGCTAAATATGTTCATGGCATTGCIGIACATTGGTACCTGGACTTTCTGGCTCCAGCC 96 0 
323 AlaAlaLysTyrValHisGlylleAlaVilHisTrpTyrLeuAspPheLeuAlaProAla 3 42 
961 AAAGCCACCCTAGGGGAGACACACCGCCTGTTCCCCAACACCATGCTCTTTGCCTCAGAG 102 0 
3 43 LysAlaThrLeuGlyGluThrHisArgLeuPheProAsnThrMetLeuPheAlaSerGlu 362 

1021 GCCTGTGTGGGCTCCAAGTTCTGGGAGCAGAGTGTGCGGCTAGGCTCCTGGGATCGAGGG 10 8 0 

363 AlaCysValGlySerLysPheTrpGluGlnSerValArgLeuGlySerTrpAspArgGly 3 82 

10 81 ATGCAGTACAGCCACAGCATCATCACGAACCTCCTGTACCATGTGGTCGGCTGGACCGAC 1140 

3 83 MetGlnTyrSerHisSerllelleThrAsnLeuLeuTyrHisValValGlyTrpThrAsp 402 

1141 TGGAACCTTGCCCTGAACCCCGAAGGAGGACCCAATTGGGTGCGTAACTTTGTCGACAGT 12 0 0 

403 TrpAsnLeuAlaLeuAsnProGluGlyGlyProAsnTrpValArgAsnPheValAspSer 422 

12 01 CCCATCATTGTAGACATCACCAAGGACACGTTTTACAAACAGCCCATGTTCTACCACCTT 126 0 

423 ProIlelleValAspIleThrLysAspThrPheTyrLysGlnProMetPheTyrHisLeu 442 

1261 GGCCACTTCAGCAAGTTCATTCCTGAGGGCTCCCAGAGAGTGGGGCTGGTTGCCAGTCAG 132 0 

443 GlyHisPheSerLysPhelleProGluGlySerGlnArgValGlyLeuValAlaSerGln 462 

1321 AAGAACGACCTGGACGCAGTGGCACTGATGCATCCCGATGGCTCTGCTGTTGTGGTCGTG 13 8 0 

463 LysAsnAspLeuAspAlaValAlaLeuMetHisProAspGlySerAlaValValValVal 4 82 
1381 1440 

483 LeuAsnArgSerSerLysAspValProLeuThrlleLysAspProAlaValGlyPheLeu 5 02 

1441 GAGACAATCTCACCTGGCTACTCCATTCACACCTACCTGTGGCATCGCCAG 1491 

503 GluThrlleSerProGlyTyrSerlleHisThrTyrLeuTrpHisArgGln 519 



